designed in order to amplify by PCR a genomic fragment containing the complete 1 0 3 sequence of imp and idpA genes, respectively (Table S3 , Supplementary material). 1 0 4
The amplicons were purified and cloned as described previously [28] . Three clones for 1 0 5 each isolate were bidirectionally sequenced using an automated DNA Sanger 1 0 6 sequencer (Unidad Genómica, Instituto de Biotecnología-Instituto Nacional de 1 0 7
Tecnología Agropecuaria, Argentina). Final consensus sequences (3X coverage) were 1 0 8 assembled using the Geneious R10 software and deposited in the GenBank nucleotide 1 0 9 database. The phylogenetic reconstruction for each gene was performed using 1 1 0 Maximum Likelihood method from the MEGA 6 software package [29] . 1 1 1
BellVir represents a novel taxon for the provisional genus 'Candidatus 1 1 2
The signature sequence (5'-CAAGAYBATKATGTKTAGCYGGDCT-3') 1 1 4 characteristic of the provisional genus 'Candidatus Phytoplasma' is contained in 1 1 5
BellVir´s 16S rRNA gene (5'-CAAGACTATGATGTGTAGCTGGACT-3') (263-287). The 1 1 6 16S rRNA gene (MK135798) of strain BellVir shared less than 97.5% with 1 1 7 corresponding fragments of the 16S rRNA genes from all previously described 'Ca. [16, 20, [29] [30] [31] 33] , phytoplasmas from this subgroup have not been 1 2 8 detected in Prunus persica (peach). As regards vector transmission, two insect vectors 1 2 9 have been reported to transmit 16SrIII-J phytoplasmas, Paratanus exitiosus and 1 3 0
Bergallia valdiviana, which have not been found to transmit 'Ca. Phytoplasma pruni' 1 3 1 [19, 34] . 'Ca. Phytoplasma pruni' has not been detected until now in South American 1 3 2 countries and, if 16SrIII-J phytoplasmas were considered related to it, attempts to 1 3 3 regulate the pathogen introduction into these countries would be very difficult to 1 3 4 accomplish. 1 3 5
The phylogenetic tree based on 16S rDNA sequences of BellVir phytoplasma 1 3 6 and known 'Ca. phytoplasma species' showed that BellVir clustered with 'Ca. 1 3 7
Phytoplasma pruni' but separated into an independent branch within the cluster ( both of them shared a maximum identity of 96.6% with 'Ca. Phytoplasma pruni' strains. 1 6 0
The resulting tree had the same topology as the generated by 16S rRNA and ribosomal 1 6 1 protein genes, supporting the separation of BellVir phytoplasma (Figure 3 ). 1 6 2
Immunodominant proteins would not be correlated with that of 16Sr DNA; however, imp 1 6 3 is a gene well conserved over a wide range of phytoplasmas and can reflect in 1 6 4 between phytoplasma differences regarding host range and vector transmission [35] . 1 6 5
Phytoplasmas immunodominant proteins have been classified into three distinct types: 1 6 6 (i) immunodominant membrane protein (Imp); (ii) immunodominant membrane protein 1 6 7 A (IdpA); and (iii) antigenic membrane protein (Amp) [36] . BellVir phytoplasma has the 1 6 8 same type of immunodominant membrane proteins as all 16SrIII-group phytoplasmas 1 6 9 since both imp and idpA genes could be amplified [37] . BellVir imp amino acid 1 7 0 sequence had 97.7% identity with 16SrIII-J phytoplasma Vac33, and 58.3-61% identity 1 7 1 with 'Ca. Phytoplasma pruni' related strains, which showed 97.7-79.6% identity among 1 7 2 them. The phylogenetic tree constructed with imp aa sequences of 16SrIII 1 7 3 phytoplasmas clearly separated BellVir from 'Ca. Phytoplasma pruni' and related 1 7 4 strains ( Figure S4, supplementary material) . Similar situation arise within the idpA 1 7 5 protein, since the highest identity occurs with Vac33 phytoplasma (87.4%) and 66.26-1 7 6 69.51% identity Ca. Phytoplasma pruni' related strains, which showed 99.65-63.61% 1 7 7 identity among them. The topology of the phylogenetic tree constructed with idpA aa 1 7 8 sequences resembled those of imp, and showed once again a clear separation of 'Ca. 1 7 9
Phytoplasma platensis' and 'Ca. Phytoplasma pruni' clades. 'Candidatus Phytoplasma platensis' (pla. ten'. sis. L. masc. adj. referring to Río de la 1 8 7
Plata, a river representative of Argentina and southern South America, where the 1 8 8 reference strain was identified). 1 8 9
